Supplemental Experimental Procedures Calculation of the Solid Phase Binding

Equation [ Bound] = -sqrt[ (K+S+E) 2 / 4 -S*E] + (K+S+E)/2 (E1)
is derived from
where [S] is the free concentration of spotted protein, [E] the free concentration of added protein (normalized), [Bound] is the concentration of complexes formed and K the dissociation constant in a not normalized situation and an apparent dissociation constant after normalization. Considering the two relations
and
where S is the total concentration of spotted protein, and E the total concentration of added protein (normalized), equation (E3) can be written as
which can be rewritten as
The decision for the negative algebraic sign in equation (E1) comes from the following simple consideration: suppose S is zero, then [Bound] must be zero as well, which satisfied with negative algebraic sign.
Calculation of the Hydrolysis Rate
The apparent rate constants determined for different concentrations of the receptor can be analysed by equation (E2) for the following reason. The hydrolysis kinetic can be analyzed by
with FH fold hydrolysis, D the concentration in dimeric conformation, T the total concentration of the GTPase, k D the rate constant of the protein in dimeric conformation and the k M rate constant in monomeric conformation. The apparent rate constant was determined at a given concentration by
can be written as
Hence, the following three transformations lead to the relation of the apparent rate constant
Using the two approximations that ln(1-x) ~ -x and exp(x) ~ 1+x (both true since x<1), equation
(E10) can be written as (B) Coordination of the magnesium-ion in the GDP state of psToc34 by Ser52 from the G1 element, Glu73 from the G2 element, the β-phosphate and three additional water molecules. Glu73 takes the coordination site of the γ-phosphate in Toc34 GMPPNP as shown in (A) (C) Coordination of the magnesium-ion in the GMPPNP state of p21 Ras. The magnesium-ion is coordinated by Ser17 from the G1 element, the β-and the γ-phosphate, a Thr from the G2 element, which is conserved among GTPases of the TRAFAC class and two additional water molecules.
(D) Coordination of the magnesium-ion in the GDP state of p21 Ras. The magnesium-ion is coordinated by Ser17 from the G1 element, the β-phosphate and three additional water molecules. Figure S7 , using the program Consurf (Glaser et al., 2003) . Dark colors show highly conserved residues, light colors variable regions. The regions around the potential binding site are highly conserved. Model of Toc159 as well as E73 compare Figure 6 . (B) A PEG molecule is bound at a shallow cavity on the surface of psToc34. This molecule, originating from the crystallization conditions, binds close to the G2 elements and thus is in a suggestive position for an interaction that would occur in the Toc complex. Near the PEG binding site, there is a large cavity between helix α-1 and helix α0 and the central β-sheet of the GTPase domain. The cavity might be also part of the binding site. 
